
SEQUENCE LISTING 



<110>\willson, Tracy 

-cola, Nicos A. 
-Iton, Douglas J. 
M^tcalf, Donald 
mg, Jian G. 

<120> NOVELL HAEMOPOIETIN RECEPTOR AND GENETIC SEQUENCES 
ENCODING SAME 




<13 0> Daviea cc 

<140> 09/051,\843 
<141> 1998-06\29 

<160> 11 

<170> Patentin 



<210> 1 
<211> 1383 
<212> DNA 

<213> nuc. & predicted a. a. seq. of mNR4 



<220> 
<221> 
<222> 



CDS 
(61) 



(1338) 



<220> 
<221> 
<222> 
<223> 



unsure 
(121) 

n=authors 
region 



unsui 



exact sequence in this 



<220> 

<221> unsure 
<222> (122) 
<223> n=authors are unsure oi 
region 



exact sequence in this 



<220> 
<221> 
<222> 
<223> 



unsure 
(123) 

n=authors 
region 



sequence in this 



<220> 
<221> 
<222> 
<223> 



unsure 
(640) 

n=authors 
region 



sequence in this 



<K5 0> 
<2M> unsure 
<222^ (641) 

<223>\n=authors are unsure of exact sequence in this 
region 



<220> 

<221> unsL^e 
<222> (642r 
<223> n=authi 
region 



irs are unsure of exact sequence in this 



<400> 1 

tgaaaagata gaatakatgg cctcgtgccg aattcggcac gagccgaggc gagggcctgc 60 



atg gcg egg cca gcgXctg ctg ggc gag ctg ttg gtg ctg eta ctg tgg 
Met Ala Arg Pro Ala Lieu Leu Gly Glu Leu Leu Val Leu Leu Leu Trp 
1 5 \ 10 15 



108 



acc gcc acc gtg nnn ggc Vraa gtt gcc gcg gcc aca gaa gtt cag cca 
Thr Ala Thr Val Xaa Gly GJ.n Val Ala Ala Ala Thr Glu Val Gin Pro 
20 \ 25 30 



156 



cct gtg acg aat ttg age gtc\tct gtc gaa aat etc tgc aeg ata ata 
Pro Val Thr Asn Leu Ser Val S^r Val Glu Asn Leu Cys Thr lie lie 
35 40 45 



204 



tgg acg tgg agt cct cct gaa ggaN^cc agt cca aat tgc act etc aga 
Trp Thr Trp Ser Pro Pro Glu Gly Ma Ser Pro Asn Cys Thr Leu Arg 
50 55 \ 60 



252 



tat ttt agt cac ttt gat gac caa cag\gat aag aaa att get cca gaa 
Tyr Phe Ser His Phe Asp Asp Gin Gin Asp Lys Lys lie Ala Pro Glu 
65 70 \ 75 80 



300 



act cat cgt aaa gag gaa tta ecc ctg gatXgag aaa ate tgt ctg cag 
Thr His Arg Lys Glu Glu Leu Pro Leu Asp Glu Lys lie Cys Leu Gin 

85 90 \ 95 



348 



gtg ggc tct cag tgt agt gee aat gaa agt gagXaag cct age cct ttg 
Val Gly Ser Gin Cys Ser Ala Asn Glu Ser Glu \ys Pro Ser Pro Leu 
100 105 \ 110 



396 



gtg aaa aag tgc ate tea ecc cct gaa ggt gat ectiy^gag tec get gtg 
Val Lys Lys Cys lie Ser Pro Pro Glu Gly Asp ProXciu Ser Ala Val 
115 120 \25 



444 



act gag etc aag tgc att tgg cat aac ctg age tat atJa aag tgt tec 
Thr Glu Leu Lys Cys lie Trp His Asn Leu Ser Tyr Me\ Lys Cys Ser 
130 135 140 



492 



-2- 



tg*& etc 
TrpNtjeu 
145 



cct gga 
Pro Gly 



agg aat aca 
Arg Asn Thr 
150 



age eet gae aea eae tat 
Ser Pro Asp Thr His Tyr 
155 



aet etg tac 
Thr Leu Tyr 
160 



540 



tat tgg^ae age age etg gag 
Tyr Trp I^r Ser Ser Leu Glu 

165 



aaa agt cgt eaa tgt gaa 
Lys Ser Arg Gin Cys Glu 
170 



aae ate tat 
Asn lie Tyr 
175 



588 



aga gaa ggt daa eae att get 
Arg Glu Gly G]\ His He Ala 
180^ 



tgt tee 
Cys Ser 
185 



ttt aaa ttg aet 
Phe Lys Leu Thr 



aaa gtg gaa 
Lys Val Glu 
190 



636 



eet nnn 
Pro Xaa 



agt ttt 
Ser Phe 
195 



gas^ eat eag 
Gl\ His Gin 



aae gtt eaa ata atg gte 
Asn Val Gin He Met Val 
200 205 



aag gat aat 
Lys Asp Asn 



684 



get ggg 
Ala Gly 
210 



aaa att 
Lys He 



agg cC^ tee 
Arg Pr\ Ser 
15 



tge aaa ata gtg tet tta 
Cys Lys He Val Ser Leu 

220 



aet tee tat 
Thr Ser Tyr 



732 



gtg aaa 
Val Lys 
225 



eet gat 
Pro Asp 



eet eea cl 
Pro Pro Hi; 
230 



att aaa 
He Lys 



eat ett ete ete 
His Leu Leu Leu 
235 



aaa aat ggt 
Lys Asn Gly 
240 



780 



gee tta 
Ala Leu 



tta gtg 
Leu Val 



eag tgg aag 
Gin Trp Lys 
245 



akt eea eaa aat ttt aga 
As\ Pro Gin Asn Phe Arg 
250 



age aga tge 
Ser Arg Cys 
255 



828 



tta aet 
Leu Thr 



tat gaa 
Tyr Glu 
260 



gtg gag gte aat 
Val Glu Val Asn 



2 65^ 



aet eaa aee gae 
Thr Gin Thr Asp 



ega eat aat 
Arg His Asn 
270 



876 



att tta 
He Leu 



gag gtt 
Glu Val 
275 



gaa gag gae 
Glu Glu Asp 



aaa tge 
Lys Cys 
280 



g aat tee gaa 
GlV Asn Ser Glu 
285 



tet gat aga 
Ser Asp Arg 



924 



aae atg 
Asn Met 
290 



gag ggt 
Glu Gly 



aea agt tgt 
Thr Ser Cys 
295 



tte eaa ete set ggt gtt 
Phe Gin Leu p\o Gly Val 

300 



ett gee gae 
Leu Ala Asp 



972 



get gte 
Ala Val 
305 



tae aea 
Tyr Thr 



gte aga gta 
Val Arg Val 
310 



aga gte 
Arg Val 



aaa aea >aae aag 
Lys Thr A^n Lys 
315 



tta tge ttt 
Leu Cys Phe 
320 



1020 



gat gae 
Asp Asp 



aae aaa 
Asn Lys 



etg tgg agt 
Leu Trp Ser 
325 



gat tgg 
Asp Trp 



agt gaa geaxcag 
Ser Glu Ala Oln 
330 



agt ata ggt 
Ser He Gly 
335 



1068 



aag gag 
Lys Glu 



eaa aae 
Gin Asn 
340 



tec ace tte 
Ser Thr Phe 



tac ace 
Tyr Thr 
345 



aee atg tta ete 
Thr Met Leu Leu 



,aee att eea 
:hr He Pro 
0 



1116 



-3- 



gtcxttt gtc gca gtg gca gtc 
Val \he Val Ala Val Ala Val 
355 



ata ate etc ctt ttt tac ctg aaa agg 
lie lie Leu Leu Phe Tyr Leu Lys Arg 
360 365 



1164 



ett aag^tc att ata ttt eet 
Leu Lys rie lie lie Phe Pro 
370 \ 375 



cea att eet gat cct ggc aag att ttt 
Pro lie Pro Asp Pro Gly Lys lie Phe 

380 



1212 



aaa gaa atg ott gga gac eag 
Lys Glu Met Phte Gly Asp Gin 
385 \ 390 



aat gat gat aec ctg cac tgg aag aag 
Asn Asp Asp Thr Leu His Trp Lys Lys 
395 400 



1260 



tat gac ate tat gag aaa eaa 
Tyr Asp lie Tyr Gl^ Lys Gin 

405 



tec aaa gaa gaa acg gat tet gta gtg 
Ser Lys Glu Glu Thr Asp Ser Val Val 
410 415 



1308 



ctg ata gaa aac ctg aag aaa 
Leu lie Glu Asn Leu Lys*^ Lys 
420 



gca get cct tgatggggag aagtgatttc 
Ala Ala Pro 
425 



1358 



tttcttgcct tcaatgtgac cctat 



1383 



<210> 2 

<211> 426 

<212> PRT 

<213> nuc. & predicted a. a. seq. 



vof niNR4 



<220> 

<221> unsure 
<222> (21) 

<223> authors are unsure about the se'^ence assignment 
<220> 

<221> unsure 
222> (194) 

<223> authors are unsure about the sequen'i^e assignment 
<400> 2 

Met Ala Arg Pro Ala Leu Leu Gly Glu Leu LeuXVal Leu Leu Leu Trp 
1 5 10 \ 15 

Thr Ala Thr Val Xaa Gly Gin Val Ala Ala Ala tAt Glu Val Gin Pro 
20 25 \ 30 

Pro Val Thr Asn Leu Ser Val Ser Val Glu Asn Leu Ws Thr lie lie 
35 40 ^5 



Trp Thr Trp Ser Pro Pro Glu Gly Ala Ser Pro Asn Cys^ Thr Leu Arg 
50 55 60 



.4. 



Tyr\Phe 
65 



Ser His 



Thr Hi^Arg Lys 
Val Gly 
Val Lys 



Sdr Gin 
100 



Thr Glu 
130 

Trp Leu 
145 

Tyr Trp 
Arg Glu 
Pro Xaa 



Ala Gly 
210 

Val Lys 
225 




Lys Cxs 
115 

Leu Lys 

Pro Gly 

Tyr Ser 

Gly Gin 
180 

Ser Phe 
195 

Lys lie 
Pro Asp 
Leu Val 



Tyr Glu 
260 

Glu Val 
275 



Asn Met 
290 



Glu Gly 
Tyr Thr 
Asp Asp Asn Lys 



Ala Val 
305 



Phe Asp 
70 

Glu Glu 
85 

Cys Ser 

lie Ser 

s He 

Arg^sn 
r50 

Ser Le\r 
165 

His He 

Glu His 

Arg Pro 

Pro Pro 
230 

Gin Trp 
245 

Val Glu 
Glu Glu 
Thr Ser 



Val Arg 
310 

Leu Trp 
325 



Asp Gin Gin 

Leu Pro Leu 

Ala Asn Glu 
105 

Pro Pro Glu 
120 

Trp His Asn 
135 

Thr Ser Pro 

Glu Lys Ser 

A]\ Cys Ser 
185 

Gin A\n Val 
20( 

Ser Cys fys 
215 

His lie Lys 

Lys Asn Pro 

Val Asn Asn 
265 

Asp Lys Cys 
280 

Cys Phe Gin 
295 

Val Arg Val 
Ser Asp Trp 



Asp Lys Lys 
75 

Asp Glu Lys 
90 

Ser Glu Lys 

Gly Asp Pro 

Leu Ser Tyr 
140 

Asp Thr His 
155 

Arg Gin Cys 
170 

Phe Lys Leu 

Gin He Met 

He Val Ser 
220 

-s Leu Leu 
235 

Gli^Asn Phe 
250 

Thr G\n Thr 
Gin Asn ^er 



Leu Pro Gl] 
300 

Lys Thr Asn 
315 

Ser Glu Ala 
330 



He Ala Pro Glu 
80 

He Cys Leu Gin 
95 

Pro Ser Pro Leu 
110 

Glu Ser Ala Val 
125 

Met Lys Cys Ser 



Tyr Thr Leu Tyr 
160 

Glu Asn He Tyr 
175 

Thr Lys Val Glu 
190 

Val Lys Asp Asn 
205 

Leu Thr Ser Tyr 



Leu Lys Asn Gly 
240 

Arg Ser Arg Cys 
255 

Asp Arg His Asn 
270 

Glu Ser Asp Arg 
285 

Val Leu Ala Asp 



hy^ Leu Cys Phe 
320 

Gin \er lie Gly 
335 



-5- 



Lys G^u Gin Asn Ser Thr Phe Tyr Thr Thr Met Leu Leu Thr lie Pro 
340 345 350 

Val Phe ^1 Ala Val Ala Val lie lie Leu Leu Phe Tyr Leu Lys Arg 

360 365 

Leu Lys IleNnie lie Phe Pro Pro lie Pro Asp Pro Gly Lys lie Phe 
370 \ 375 380 

Lys Glu Met Phe\Gly Asp Gin Asn Asp Asp Thr Leu His Trp Lys Lys 
385 \ 390 395 400 

Tyr Asp lie Tyr Glu Lys Gin Ser Lys Glu Glu Thr Asp Ser Val Val 

405V 410 415 

Leu lie Glu Asn Leu iWs Lys Ala Ala Pro 
420 \ 425 



<210> 3 
<211> 1383 
<212> DNA 

<213> Hiiman IL-13 receptor \lpha-chain 

<220> 
<221> CDS 
<222> (61).. (1338) 



<400> 3 

gagtctaaca cggaccaagg agtttaacac 



glr<gcggccgg gttccgaggc gagaggctgc 60 



atg gag tgg ccg gcg egg etc tgc ggg ctg tgg gcg ctg ctg etc tgc 
Met Glu Trp Pro Ala Arg Leu Cys Gly Le{\Trp Ala Leu Leu Leu Cys 
1 5 10\ 15 



108 



gee gge ggc ggg ggc ggg ggc ggg ggc gcg cc 
Ala Gly Gly Gly Gly Gly Gly Gly Gly Ala 
20 25 



acg gaa act cag cca 
Thr Glu Thr Gin Pro 
30 



156 



cct gtg aca aat ttg agt gtc tct gtt gaa aac etc tgc aca gta ata 
Pro Val Thr Asn Leu Ser Val Ser Val Glu Asn Leu Cys Thr Val lie 
35 40 \ 45 



204 



tgg aca tgg aat cca ccc gag gga gee age tea aat ftgt agt eta tgg 
Trp Thr Trp Asn Pro Pro Glu Gly Ala Ser Ser Asn C^ Ser Leu Trp 
50 55 60 



252 



tat ttt agt eat ttt gge gae aaa caa gat aag aaa ata ^ct ccg gaa 
Tyr Phe Ser His Phe Gly Asp Lys Gin Asp Lys Lys lie Ala Pro Glu 
65 70 75 \ 80 



300 



-6- 



aCNt cgt cgt tea ata gaa gta ccc ctg aat gag agg att tgt ctg caa 
Thf\Arg Arg Ser lie Glu Val Pro Leu Asn Glu Arg lie Cys Leu Gin 

85 90 95 



348 



gtg gggytcc cag tgt age ace aat gag agt gag aag ect age att ttg 
Val Gly\er Gin Cys Ser Thr Asn Glu Ser Glu Lys Pro Ser lie Leu 
100 105 110 



396 



gtt gaa aaa 
Val Glu Lys 
115 



:ge ate tea ccc eea gaa ggt gat ect gag tct get gtg 
' rs lie Ser Pro Pro Glu Gly Asp Pro Glu Ser Ala Val 

120 125 



444 



aet gag ctt caa 5gc att tgg cac aac ctg age tac atg aag tgt tct 
Thr Glu Leu Gin Cys lie Trp His Asn Leu Ser Tyr Met Lys Cys Ser 
130 \ 135 140 



492 



tgg etc ect gga agg ajat ace agt ccc gae aet aae tat act etc tac 
Trp Leu Pro Gly Arg As^ Thr Ser Pro Asp Thr Asn Tyr Thr Leu Tyr 
145 150\ 155 160 



540 



tat tgg cac aga age ctg gg^a aaa att cat caa tgt gaa aae ate ttt 
Tyr Trp His Arg Ser Leu Gl\ Lys lie His Gin Cys Glu Asn lie Phe 

165 \ 170 175 



588 



aga gaa ggc caa tac ttt ggt t^ tec ttt gat ctg acc aaa gtg aag 
Arg Glu Gly Gin Tyr Phe Gly Cysv Ser Phe Asp Leu Thr Lys Val Lys 
180 V85 190 



636 



gat tec agt ttt gaa caa cac agt gtic caa ata atg gtc aag gat aat 
Asp Ser Ser Phe Glu Gin His Ser Val\Gln lie Met Val Lys Asp Asn 
195 200 \ 205 



684 



gea gga aaa att aaa eea tec ttc aat at^gtg ect tta aet tee cgt 
Ala Gly Lys lie Lys Pro Ser Phe Asn lie yal Pro Leu Thr Ser Arg 
210 215 \ 220 



732 



225 



aaa 


ect 


gat 


eet 


eea 


cat 


att 


aaa 


aac 


ctc\ 


.tec 


ttc 


cac 


aat 


gat 


Lys 


Pro 


Asp 


Pro 


Pro 


His 


He 


Lys 


Asn 


Leu 


\er 


Phe 


His 


Asn 


Asp 










230 










235 










240 


eta 


tat 


gtg 


eaa 


tgg 


gag 


aat 


cca 


cag 


aat 


ttt^ 


satt 


age 


aga 


tgc 


Leu 


Tyr 


Val 


Gin 


Trp 


Glu 


Asn 


Pro 


Gin 


Asn 


Phe 


Me 


Ser 


Arg 


Cys 








245 










250 










255 





780 



828 



eta ttt tat gaa gta gaa gtc aat aac age caa aet gag 
Leu Phe Tyr Glu Val Glu Val Asn Asn Ser Gin Thr Glu 
260 265 



lea cat aat 876 
His Asn 



gtt ttc tac gtc eaa gag get aaa tgt gag aat eea gaa ttt 'Gag aga 
Val Phe Tyr Val Gin Glu Ala Lys Cys Glu Asn Pro Glu Phe G^u Arg 
275 280 285 



924 



-7- 



aat gtV gag aat aca tct tgt 
Asn Va]N.Glu Asn Thr Ser Cys 
290 \ 295 



ttc atg gtc cct ggt gtt ctt cct gat 
Phe Met Val Pro Gly Val Leu Pro Asp 

300 



972 



act ttg aat aca gtc aga ata 
Thr Leu Asm Thr Val Arg lie 
305 \ 310 



aga gtc aaa aca aat aag tta tgc tat 
Arg Val Lys Thr Asn Lys Leu Cys Tyr 
315 320 



1020 



gag gat gac a^ etc tgg agt 
Glu Asp Asp Ly\ Leu Trp Ser 

,325 



aat tgg age caa gaa atg agt ata ggt 
Asn Trp Ser Gin Glu Met Ser lie Gly 
330 335 



1068 



aag aag cgc aat occ aca etc 
Lys Lys Arg Asn S^r Thr Leu 
340 



tac ata acc atg tta etc att gtt eca 
Tyr lie Thr Met Leu Leu lie Val Pro 
345 350 



1116 



gtc ate gtc gea ggtXgca ate 
Val He Val Ala Gly ^la He 
355 



ata gta etc ctg ctt tac eta aaa agg 
He Val Leu Leu Leu Tyr Leu Lys Arg 
360 365 



1164 



etc aag att att ata tta cct 
Leu Lys He He He Phe\Pro 
370 S75 



eca att cct gat cct ggc aag att ttt 
Pro He Pro Asp Pro Gly Lys He Phe 

380 



1212 



aaa gaa atg ttt gga gac Cc 
Lys Glu Met Phe Gly Asp 
385 390 



aat gat gat act ctg cac tgg aag aag 
Asn Asp Asp Thr Leu His Trp Lys Lys 
395 400 



1260 



tac gac ate tat gag aag caa 
Tyr Asp He Tyr Glu Lys Gin 

405 



ace aag gag gaa ace gac tct gta gtg 
Trar Lys Glu Glu Thr Asp Ser Val Val 
410 415 



1308 



ctg ata gaa aac ctg aag aaa 
Leu He Glu Asn Leu Lys Lys 
420 



gee ^ct cag tgatggagat aatttatttt 
Ala sVr Gin 
4: 



1358 



tacctteact gtgacettga gaaga 



1383 



<210> 4 
<211> 426 
<212> PRT 

<213> Human IL-13 receptor alpha-chain 



<400> 4 

Met Glu Trp Pro Ala Arg Leu Cys Gly Leu 
15 10 



Trp\Ala Leu Leu Leu Cys 

15 



Ala Gly Gly Gly Gly Gly Gly Gly Gly Ala Pro Thr Glu Thr Gin Pro 
20 25 \ 30 



-8- 



3ro Val 



Thr 
35 



Asn Leu Ser Val 



Ser Val Glu Asn Leu Cys Thr Val lie 
40 45 



Tyr Phe 
65 



Asn Pro Pro Glu Gly Ala 
55 

His Phe Gly Asp Lys Gin 
70 



Ser Ser Asn Cys Ser Leu Trp 
60 

Asp Lys Lys lie Ala Pro Glu 
75 80 



Thr Arg 
Val Gly 
Val Glu 



Arg 



Ser 



Lys 
115 



SV He Glu Val 
85 

Gin Cvs Ser Thr 
100 

Cys He ^Ser Pro 



Pro Leu Asn Glu Arg He Cys Leu Gin 
90 95 

Asn Glu Ser Glu Lys Pro Ser He Leu 
105 110 

Pro Glu Gly Asp Pro Glu Ser Ala Val 
120 125 



Thr Glu Leu Gin Cys IleVrrp His Asn 
130 \35 



Leu Ser Tyr Met Lys Cys Ser 
140 



Trp Leu Pro Gly Arg Asn Thi 
145 150 



Tyr Trp 
Arg Glu 
Asp Ser 



His 



Gly 



Ser 
195 



Arg Ser Leu Glu 
165 

Gin Tyr Phe Gly 
180 

Phe Glu Gin His 



Ser Pro Asp Thr Asn Tyr Thr Leu Tyr 
155 160 

His Gin Cys Glu Asn He Phe 
170 175 

Cys :^r Phe Asp Leu Thr Lys Val Lys 
18^ 190 

Ser Val Jsin He Met Val Lys Asp Asn 
200 \ 205 



Ala Gly Lys He Lys Pro Ser Phe Asn 
210 215 

Val Lys Pro Asp Pro Pro His He Lys 
225 230 



He Val Pro Leu Thr Ser Arg 
220 

Asn LeuXser Phe His Asn Asp 
235 \ 240 



Asp Leu 
Leu Phe 
Val Phe 



Asn Val 
290 



Tyr Val Gin Trp Glu 
245 

Tyr Glu Val Glu Val 
260 

Val Gin Glu Ala 



Tyr 
275 

Glu 



Asn Thr Ser Cys 
295 



Asn Pro Gin Asn Phk He Ser Arg Cys 
250 \ 255 

Asn Asn Ser Gin Thr G3\a Thr His Asn 
265 \270 

Lys Cys Glu Asn Pro Glu pX© Glu Arg 
280 285 

Phe Met Val Pro Gly Val Leu P^o Asp 

300 



Thri \Leu Asn Thr 
305 

Glu As^ Asp Lys 



Lys Lys Afg Asn 
340 

Val He Val\Ala 
355 

Leu Lys He l\e 
370 

Lys Glu Met Phe\ 
385 

Tyr Asp He Tyr 



Leu He Glu Asn 
420 



Val Arg He 
310 

Leu Trp Ser 
325 

Ser Thr Leu 
Gly Ala He 



He Phe Pro 
375 

Gly Asp Gin 
390 

G\u Lys Gin 
4 



Arg Val 

Asn Trp 

Tyr He 
345 

He Val 
360 

Pro He 
Asn Asp 
Thr Lys 



Lys Thr Asn 
315 

Ser Gin Glu 
330 

Thr Met Leu 



Leu Leu Leu 



Pro Asp Pro 
380 

Asp Thr Leu 
395 

Glu Glu Thr 
410 



Lys Leu Cys Tyr 
320 

Met Ser He Gly 
335 

Leu He Val Pro 
350 

Tyr Leu Lys Arg 
365 

Gly Lys He Phe 



His Trp Lys Lys 
400 

Asp Ser Val Val 
415 



LemLys Lys 



Ala Ser 
425 



Gin 



<210> 5 
<211> 30 
<212> PRT 

<213> signal sequence 



on murine IL-3 



<400> 5 

Met Val Leu Ala Ser Ser Thr Thr Ser He His Thr Met Leu Leu Leu 
1 5 \ 10 15 



Leu Leu Met Leu Phe His 
20 



Leu\Gly Leu Gin Ala Ser He Ser 
25 30 



<210> 6 
<211> 8 
<212> PRT 

<213> N- terminal FLAG epitope-t^g 
<400> 6 

Asp Tyr Lys Asp Asp Asp Asp Lys 
1 5 



<210> 7 
<211> 31 
<212> DNA 



-10- 



<213> Oligd 1478 5 ' 



<400> 7 
agcttctaga ai 



:agaagttc agccacctgt g 



31 



<210> 8 
<211> 30 
<212> DNA 
<213> Oligo 1480 

<400> 8 

aactccacct tctacac&ac ctgatctaga 



30 



<210> 9 
<211> 5 
<212> PRT 
<213> NR4 Motif 

<220> 

<221> Unsure 
<222> (3) 

<223> Xaa may be any ami^o acid 
<400> 9 

Trp Ser Xaa Trp Ser 
1 5 



<210> 10 
<211> 27 
<212> PRT 

<213> N-term amino acid sequen^pe of mNR4 (major) 
<220> 

<221> Unsure 
<222> (24) 

<223> Xaa may be any amino acid 
<400> 10 

Asp Tyr Lys Asp Asp Asp Asp Tyr Lys\ Asp Asp Asp Glu Ser Arg Thr Glu 
1 5 \ 10 15 

Val Gin Pro Pro Val Thr Xaa Leu Ser ^1 
20 25 



-11- 



<2io> i: 

<211> 2' 
<212> PRT^ 

<213> N-tei^pi amino acid sequence of inNR4 (minor) 
<220> 

<221> Unsure 
<222> (24) 

<223> Xaa may b^any amino acid 
<400> 11 



Ala Ser lie Ser Ser 
1 5 



?er Asp Tyr Lys Asp Asp Asp Glu Ser Arg Thr Glu 

10 15 



Val Gin Pro Pro Val Thr\Xaa Leu Ser Val 
20 



-12- 



